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CLUHP_HLE_5'Chr8 1 aggcatgatcagtgactaacagtgcctaccatgagcagctggaacccactctctgagagc
CLUHP_HLE_3'Chr8 1 aagcacgttcagtgactaaaagtgcctaccatgagcagctggaacccactctctgggagc
CLUHP5_HSA_Chr10 1 aagcatgttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP4_HSA_Chr4 1 aagcatgttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP10_5'_Chr22 1 aagcatgttcagtgactaaaagtgcctaccatgagcagctgcaaccgactccctgagagc
CLUHP10_3'_Chr22 1 aagcaagttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP10_HSA_Chr3 1 aagcacgttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP8_HSA_Chr12 1 aagcactttcagtgcctaaaagtgcctagcatgagcaactggaacccacttcctggtaac
CLUHP7_HSA_Chr7 1 ----------aagcacttccagtgcctaccatgagcagtaggaacccacccactgggaac

CLUHP_HLE_5'Chr8 61 tgcaagatgcatggggacctcacgtacctgtttgtaattacagccaaggatccgc-agg-
CLUHP_HLE_3'Chr8 61 tgcaagatgcatggggacctcacgtacctgtttgtaattacagccaaggaccagc-aag-
CLUHP5_HSA_Chr10 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP4_HSA_Chr4 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_5'_Chr22 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_3'_Chr22 61 cacaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_HSA_Chr3 61 ttcaagatgcatgggtacctcttgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP8_HSA_Chr12 61 tgcaagatgcaaggggacctcatgtacctctttgcaattacagacaaagaccaga-aggg
CLUHP7_HSA_Chr7 51 tgcaagatgcatggagacctcatgtatccgtttgtaattacagccaagggccagtgagg-

CLUHP_HLE_5'Chr8 119 cagcgttactacatccacatggggcttttcctggaaccacctatctctcaaccccagccc
CLUHP_HLE_3'Chr8 119 cagcattactacatccacatggggcttttcctggaaccacctatctctcaactgcagccc
CLUHP5_HSA_Chr10 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP4_HSA_Chr4 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP10_5'_Chr22 119 cagctttactacatccacatggggcttttcctggaaccacccatcactcaaccccagccc
CLUHP10_3'_Chr22 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP10_HSA_Chr3 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP8_HSA_Chr12 120 cagcatcactgcatccacgtggggctcttactggatccacctatcactcaaccccaagcc
CLUHP7_HSA_Chr7 110 cagcatcactgcatccacatggggcttttactgcaaccacctatcactcaaacccgagcc

CLUHP_HLE_5'Chr8 61 tgcaagatgcatggggacctcacgtacctgtttgtaattacagccaaggatccgc-agg-
CLUHP_HLE_3'Chr8 61 tgcaagatgcatggggacctcacgtacctgtttgtaattacagccaaggaccagc-aag-
CLUHP5_HSA_Chr10 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP4_HSA_Chr4 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_5'_Chr22 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_3'_Chr22 61 cacaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_HSA_Chr3 61 ttcaagatgcatgggtacctcttgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP8_HSA_Chr12 61 tgcaagatgcaaggggacctcatgtacctctttgcaattacagacaaagaccaga-aggg
CLUHP7_HSA_Chr7 51 tgcaagatgcatggagacctcatgtatccgtttgtaattacagccaagggccagtgagg-

CLUHP_HLE_5'Chr8 119 cagcgttactacatccacatggggcttttcctggaaccacctatctctcaaccccagccc
CLUHP_HLE_3'Chr8 119 cagcattactacatccacatggggcttttcctggaaccacctatctctcaactgcagccc
CLUHP5_HSA_Chr10 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP4_HSA_Chr4 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP10_5'_Chr22 119 cagctttactacatccacatggggcttttcctggaaccacccatcactcaaccccagccc
CLUHP10_3'_Chr22 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP10_HSA_Chr3 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP8_HSA_Chr12 120 cagcatcactgcatccacgtggggctcttactggatccacctatcactcaaccccaagcc
CLUHP7_HSA_Chr7 110 cagcatcactgcatccacatggggcttttactgcaaccacctatcactcaaacccgagcc

CLUHP_HLE_5'Chr8 1 aggcatgatcagtgactaacagtgcctaccatgagcagctggaacccactctctgagagc
CLUHP_HLE_3'Chr8 1 aagcacgttcagtgactaaaagtgcctaccatgagcagctggaacccactctctgggagc
CLUHP5_HSA_Chr10 1 aagcatgttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP4_HSA_Chr4 1 aagcatgttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP10_5'_Chr22 1 aagcatgttcagtgactaaaagtgcctaccatgagcagctgcaaccgactccctgagagc
CLUHP10_3'_Chr22 1 aagcaagttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP10_HSA_Chr3 1 aagcacgttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP8_HSA_Chr12 1 aagcactttcagtgcctaaaagtgcctagcatgagcaactggaacccacttcctggtaac
CLUHP7_HSA_Chr7 1 ----------aagcacttccagtgcctaccatgagcagtaggaacccacccactgggaac

CLUHP_HLE_5'Chr8 61 tgcaagatgcatggggacctcacgtacctgtttgtaattacagccaaggatccgc-agg-
CLUHP_HLE_3'Chr8 61 tgcaagatgcatggggacctcacgtacctgtttgtaattacagccaaggaccagc-aag-
CLUHP5_HSA_Chr10 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP4_HSA_Chr4 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_5'_Chr22 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_3'_Chr22 61 cacaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_HSA_Chr3 61 ttcaagatgcatgggtacctcttgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP8_HSA_Chr12 61 tgcaagatgcaaggggacctcatgtacctctttgcaattacagacaaagaccaga-aggg
CLUHP7_HSA_Chr7 51 tgcaagatgcatggagacctcatgtatccgtttgtaattacagccaagggccagtgagg-

CLUHP_HLE_5'Chr8 119 cagcgttactacatccacatggggcttttcctggaaccacctatctctcaaccccagccc
CLUHP_HLE_3'Chr8 119 cagcattactacatccacatggggcttttcctggaaccacctatctctcaactgcagccc
CLUHP5_HSA_Chr10 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP4_HSA_Chr4 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP10_5'_Chr22 119 cagctttactacatccacatggggcttttcctggaaccacccatcactcaaccccagccc
CLUHP10_3'_Chr22 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP10_HSA_Chr3 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP8_HSA_Chr12 120 cagcatcactgcatccacgtggggctcttactggatccacctatcactcaaccccaagcc
CLUHP7_HSA_Chr7 110 cagcatcactgcatccacatggggcttttactgcaaccacctatcactcaaacccgagcc

CLUHP_HLE_5'Chr8 1 aggcatgatcagtgactaacagtgcctaccatgagcagctggaacccactctctgagagc
CLUHP_HLE_3'Chr8 1 aagcacgttcagtgactaaaagtgcctaccatgagcagctggaacccactctctgggagc
CLUHP5_HSA_Chr10 1 aagcatgttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP4_HSA_Chr4 1 aagcatgttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP10_5'_Chr22 1 aagcatgttcagtgactaaaagtgcctaccatgagcagctgcaaccgactccctgagagc
CLUHP10_3'_Chr22 1 aagcaagttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP10_HSA_Chr3 1 aagcacgttcagtgactaaaagtgcctaccatgagcagctggaacccactccctgagagc
CLUHP8_HSA_Chr12 1 aagcactttcagtgcctaaaagtgcctagcatgagcaactggaacccacttcctggtaac
CLUHP7_HSA_Chr7 1 ----------aagcacttccagtgcctaccatgagcagtaggaacccacccactgggaac

CLUHP_HLE_5'Chr8 61 tgcaagatgcatggggacctcacgtacctgtttgtaattacagccaaggatccgc-agg-
CLUHP_HLE_3'Chr8 61 tgcaagatgcatggggacctcacgtacctgtttgtaattacagccaaggaccagc-aag-
CLUHP5_HSA_Chr10 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP4_HSA_Chr4 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_5'_Chr22 61 ttcaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_3'_Chr22 61 cacaagatgcatgggtacctcatgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP10_HSA_Chr3 61 ttcaagatgcatgggtacctcttgtacctgtttgtaattacagccaaggaccagc-agg-
CLUHP8_HSA_Chr12 61 tgcaagatgcaaggggacctcatgtacctctttgcaattacagacaaagaccaga-aggg
CLUHP7_HSA_Chr7 51 tgcaagatgcatggagacctcatgtatccgtttgtaattacagccaagggccagtgagg-

CLUHP_HLE_5'Chr8 119 cagcgttactacatccacatggggcttttcctggaaccacctatctctcaaccccagccc
CLUHP_HLE_3'Chr8 119 cagcattactacatccacatggggcttttcctggaaccacctatctctcaactgcagccc
CLUHP5_HSA_Chr10 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP4_HSA_Chr4 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP10_5'_Chr22 119 cagctttactacatccacatggggcttttcctggaaccacccatcactcaaccccagccc
CLUHP10_3'_Chr22 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP10_HSA_Chr3 119 cagcattactgcatccacatggggcttttactggaaccacccatcactcaaccccagccc
CLUHP8_HSA_Chr12 120 cagcatcactgcatccacgtggggctcttactggatccacctatcactcaaccccaagcc
CLUHP7_HSA_Chr7 110 cagcatcactgcatccacatggggcttttactgcaaccacctatcactcaaacccgagcc
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CLUHP_HLE_5'Chr8 179 caccagcccctgcttcctaagccaaccacccattcaagagggtcacccccacattgcagg
CLUHP_HLE_3'Chr8 179 caccagcccctgcttcctaagccaaccatccattcaagagggtcaccaccacattgcagg
CLUHP5_HSA_Chr10 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP4_HSA_Chr4 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP10_5'_Chr22 179 caccatcccctgcttcctaagccaaacacctattcaagagggtcaccaacacattgcagt
CLUHP10_3'_Chr22 179 caccatcccctgcttcctaagccaaccacctattcaagagggtcaccaccacattgcagt
CLUHP10_HSA_Chr3 179 caccatcccctgcttcctaagccaaccacccattcaagagggtcaccaccacattgcagg
CLUHP8_HSA_Chr12 180 caccagcccctgcttcctaagcccaccacccattctcccaggtcaccactccattccagg
CLUHP7_HSA_Chr7 170 caccagccccggcttcccaagcccaccacacattcaagaggaaaaccatcccattccagg

CLUHP_HLE_5'Chr8 239 tgcgcagctggacggttccccaagcagagcctgccatgg-actgcatgcacacagaggat
CLUHP_HLE_3'Chr8 239 tgcgcagctggacgg-tcccaaggcagagcctgccatgt------------acaggggat
CLUHP5_HSA_Chr10 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP4_HSA_Chr4 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP10_5'_Chr22 239 tgtgcagctggatggctccccaagcagagcctgccatgg-actccatgcacacagaagat
CLUHP10_3'_Chr22 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacatagaagat
CLUHP10_HSA_Chr3 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP8_HSA_Chr12 240 tgtgcagctggacagcttcccaggcagaggctgtcatgg-actccatgcacacagagaat
CLUHP7_HSA_Chr7 230 tgtgcagctggactgctccccgggcaagggctcccatgacactgcgtgctcacagaggat

CLUHP_HLE_5'Chr8 298 g--t--acaccttgaagttcgaccatgaggagaacattcctgaagagtccctctgcagac
CLUHP_HLE_3'Chr8 286 g--t--acaccttgaggctggactatgaggagaatatttttgaagagtctgtatgcagac
CLUHP5_HSA_Chr10 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP4_HSA_Chr4 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_5'_Chr22 298 g--c--acaccttgaggttggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_3'_Chr22 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagat
CLUHP10_HSA_Chr3 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP8_HSA_Chr12 299 g--cctaaaccttgaggctggactatgaggagaacattcctgaacagtccctctgcagac
CLUHP7_HSA_Chr7 290 g--tctacaccttgaggctgagctatgaggagaacattcctgaacagtccctctgcagac

CLUHP_HLE_5'Chr8 354 aaggggctggaacaaggacctgtgcataataagggaactgctttgcaagaaccagcctga
CLUHP_HLE_3'Chr8 342 ctggggctggaacaaggaccagtggataatgagggaactgctcttcgagaaccagcctga
CLUHP5_HSA_Chr10 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP4_HSA_Chr4 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_5'_Chr22 354 ccgaggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_3'_Chr22 354 ccagggctggaacacggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_HSA_Chr3 354 ccagggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP8_HSA_Chr12 357 tgaggactgaaacaaggagctgcagacaatgagggaactattctgcaagaaccggcctta
CLUHP7_HSA_Chr7 348 ctgggattggaagaaggagctgcagataatgagggaactgctctgccagaactggcctaa

CLUHP_HLE_5'Chr8 414 gcagctgcttcaacaaagagccacgttaaacccgacccttggaaccaggaggtgatttac
CLUHP_HLE_3'Chr8 402 gtagcttctttaagaaagagccacaatcaagctgacccttggagccaggaggtgatttac
CLUHP5_HSA_Chr10 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP4_HSA_Chr4 414 gcagctgcttcaagaaacagccacaatcgagctgacccgtggagccaggaggtgatttac
CLUHP10_5'_Chr22 414 gcagctgcttcaagaaacggccacaatcaagctgacccgtggagccaagaggtgatttac
CLUHP10_3'_Chr22 414 gcagctgcttcaagaaacagccacaatcaagctgacccatggagccaggaggtgatttac
CLUHP10_HSA_Chr3 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP8_HSA_Chr12 417 gcggttgcttcaagaaagaacaacaatcaaactgacccttggagccaggaggtgatttac
CLUHP7_HSA_Chr7 408 gcagctgcttcaagaaagagccataatcaagcccacccttggagccaggaggtgatttac

CLUHP_HLE_5'Chr8 474 aacatgtgcaaggcagtcagttccatcagctatatggccttcaacactcacttcaactgg
CLUHP_HLE_3'Chr8 462 aacatgtgcaaggcagtcagctccatcagctatatggccttcaacactcacttcaactcg
CLUHP5_HSA_Chr10 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP4_HSA_Chr4 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_5'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactga
CLUHP10_3'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_HSA_Chr3 474 aacttctgcaaggcagtcagctccgtcagctgtatgcccttcaacattcacttcaactca
CLUHP8_HSA_Chr12 477 aacatgtgcaaggcagtcagctccatcaactctatggccttcaacgctcacttcaactcg
CLUHP7_HSA_Chr7 468 cgtgtgtgcaaagcagtcagctccatcagatgcatggccttcaacattcaattcaactcg
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CLUHP_HLE_5'Chr8 179 caccagcccctgcttcctaagccaaccacccattcaagagggtcacccccacattgcagg
CLUHP_HLE_3'Chr8 179 caccagcccctgcttcctaagccaaccatccattcaagagggtcaccaccacattgcagg
CLUHP5_HSA_Chr10 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP4_HSA_Chr4 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP10_5'_Chr22 179 caccatcccctgcttcctaagccaaacacctattcaagagggtcaccaacacattgcagt
CLUHP10_3'_Chr22 179 caccatcccctgcttcctaagccaaccacctattcaagagggtcaccaccacattgcagt
CLUHP10_HSA_Chr3 179 caccatcccctgcttcctaagccaaccacccattcaagagggtcaccaccacattgcagg
CLUHP8_HSA_Chr12 180 caccagcccctgcttcctaagcccaccacccattctcccaggtcaccactccattccagg
CLUHP7_HSA_Chr7 170 caccagccccggcttcccaagcccaccacacattcaagaggaaaaccatcccattccagg

CLUHP_HLE_5'Chr8 239 tgcgcagctggacggttccccaagcagagcctgccatgg-actgcatgcacacagaggat
CLUHP_HLE_3'Chr8 239 tgcgcagctggacgg-tcccaaggcagagcctgccatgt------------acaggggat
CLUHP5_HSA_Chr10 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP4_HSA_Chr4 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP10_5'_Chr22 239 tgtgcagctggatggctccccaagcagagcctgccatgg-actccatgcacacagaagat
CLUHP10_3'_Chr22 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacatagaagat
CLUHP10_HSA_Chr3 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP8_HSA_Chr12 240 tgtgcagctggacagcttcccaggcagaggctgtcatgg-actccatgcacacagagaat
CLUHP7_HSA_Chr7 230 tgtgcagctggactgctccccgggcaagggctcccatgacactgcgtgctcacagaggat

CLUHP_HLE_5'Chr8 298 g--t--acaccttgaagttcgaccatgaggagaacattcctgaagagtccctctgcagac
CLUHP_HLE_3'Chr8 286 g--t--acaccttgaggctggactatgaggagaatatttttgaagagtctgtatgcagac
CLUHP5_HSA_Chr10 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP4_HSA_Chr4 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_5'_Chr22 298 g--c--acaccttgaggttggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_3'_Chr22 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagat
CLUHP10_HSA_Chr3 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP8_HSA_Chr12 299 g--cctaaaccttgaggctggactatgaggagaacattcctgaacagtccctctgcagac
CLUHP7_HSA_Chr7 290 g--tctacaccttgaggctgagctatgaggagaacattcctgaacagtccctctgcagac

CLUHP_HLE_5'Chr8 354 aaggggctggaacaaggacctgtgcataataagggaactgctttgcaagaaccagcctga
CLUHP_HLE_3'Chr8 342 ctggggctggaacaaggaccagtggataatgagggaactgctcttcgagaaccagcctga
CLUHP5_HSA_Chr10 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP4_HSA_Chr4 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_5'_Chr22 354 ccgaggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_3'_Chr22 354 ccagggctggaacacggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_HSA_Chr3 354 ccagggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP8_HSA_Chr12 357 tgaggactgaaacaaggagctgcagacaatgagggaactattctgcaagaaccggcctta
CLUHP7_HSA_Chr7 348 ctgggattggaagaaggagctgcagataatgagggaactgctctgccagaactggcctaa

CLUHP_HLE_5'Chr8 414 gcagctgcttcaacaaagagccacgttaaacccgacccttggaaccaggaggtgatttac
CLUHP_HLE_3'Chr8 402 gtagcttctttaagaaagagccacaatcaagctgacccttggagccaggaggtgatttac
CLUHP5_HSA_Chr10 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP4_HSA_Chr4 414 gcagctgcttcaagaaacagccacaatcgagctgacccgtggagccaggaggtgatttac
CLUHP10_5'_Chr22 414 gcagctgcttcaagaaacggccacaatcaagctgacccgtggagccaagaggtgatttac
CLUHP10_3'_Chr22 414 gcagctgcttcaagaaacagccacaatcaagctgacccatggagccaggaggtgatttac
CLUHP10_HSA_Chr3 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP8_HSA_Chr12 417 gcggttgcttcaagaaagaacaacaatcaaactgacccttggagccaggaggtgatttac
CLUHP7_HSA_Chr7 408 gcagctgcttcaagaaagagccataatcaagcccacccttggagccaggaggtgatttac

CLUHP_HLE_5'Chr8 474 aacatgtgcaaggcagtcagttccatcagctatatggccttcaacactcacttcaactgg
CLUHP_HLE_3'Chr8 462 aacatgtgcaaggcagtcagctccatcagctatatggccttcaacactcacttcaactcg
CLUHP5_HSA_Chr10 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP4_HSA_Chr4 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_5'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactga
CLUHP10_3'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_HSA_Chr3 474 aacttctgcaaggcagtcagctccgtcagctgtatgcccttcaacattcacttcaactca
CLUHP8_HSA_Chr12 477 aacatgtgcaaggcagtcagctccatcaactctatggccttcaacgctcacttcaactcg
CLUHP7_HSA_Chr7 468 cgtgtgtgcaaagcagtcagctccatcagatgcatggccttcaacattcaattcaactcg
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CLUHP_HLE_5'Chr8 179 caccagcccctgcttcctaagccaaccacccattcaagagggtcacccccacattgcagg
CLUHP_HLE_3'Chr8 179 caccagcccctgcttcctaagccaaccatccattcaagagggtcaccaccacattgcagg
CLUHP5_HSA_Chr10 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP4_HSA_Chr4 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP10_5'_Chr22 179 caccatcccctgcttcctaagccaaacacctattcaagagggtcaccaacacattgcagt
CLUHP10_3'_Chr22 179 caccatcccctgcttcctaagccaaccacctattcaagagggtcaccaccacattgcagt
CLUHP10_HSA_Chr3 179 caccatcccctgcttcctaagccaaccacccattcaagagggtcaccaccacattgcagg
CLUHP8_HSA_Chr12 180 caccagcccctgcttcctaagcccaccacccattctcccaggtcaccactccattccagg
CLUHP7_HSA_Chr7 170 caccagccccggcttcccaagcccaccacacattcaagaggaaaaccatcccattccagg

CLUHP_HLE_5'Chr8 239 tgcgcagctggacggttccccaagcagagcctgccatgg-actgcatgcacacagaggat
CLUHP_HLE_3'Chr8 239 tgcgcagctggacgg-tcccaaggcagagcctgccatgt------------acaggggat
CLUHP5_HSA_Chr10 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP4_HSA_Chr4 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP10_5'_Chr22 239 tgtgcagctggatggctccccaagcagagcctgccatgg-actccatgcacacagaagat
CLUHP10_3'_Chr22 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacatagaagat
CLUHP10_HSA_Chr3 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP8_HSA_Chr12 240 tgtgcagctggacagcttcccaggcagaggctgtcatgg-actccatgcacacagagaat
CLUHP7_HSA_Chr7 230 tgtgcagctggactgctccccgggcaagggctcccatgacactgcgtgctcacagaggat

CLUHP_HLE_5'Chr8 298 g--t--acaccttgaagttcgaccatgaggagaacattcctgaagagtccctctgcagac
CLUHP_HLE_3'Chr8 286 g--t--acaccttgaggctggactatgaggagaatatttttgaagagtctgtatgcagac
CLUHP5_HSA_Chr10 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP4_HSA_Chr4 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_5'_Chr22 298 g--c--acaccttgaggttggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_3'_Chr22 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagat
CLUHP10_HSA_Chr3 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP8_HSA_Chr12 299 g--cctaaaccttgaggctggactatgaggagaacattcctgaacagtccctctgcagac
CLUHP7_HSA_Chr7 290 g--tctacaccttgaggctgagctatgaggagaacattcctgaacagtccctctgcagac

CLUHP_HLE_5'Chr8 354 aaggggctggaacaaggacctgtgcataataagggaactgctttgcaagaaccagcctga
CLUHP_HLE_3'Chr8 342 ctggggctggaacaaggaccagtggataatgagggaactgctcttcgagaaccagcctga
CLUHP5_HSA_Chr10 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP4_HSA_Chr4 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_5'_Chr22 354 ccgaggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_3'_Chr22 354 ccagggctggaacacggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_HSA_Chr3 354 ccagggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP8_HSA_Chr12 357 tgaggactgaaacaaggagctgcagacaatgagggaactattctgcaagaaccggcctta
CLUHP7_HSA_Chr7 348 ctgggattggaagaaggagctgcagataatgagggaactgctctgccagaactggcctaa

CLUHP_HLE_5'Chr8 414 gcagctgcttcaacaaagagccacgttaaacccgacccttggaaccaggaggtgatttac
CLUHP_HLE_3'Chr8 402 gtagcttctttaagaaagagccacaatcaagctgacccttggagccaggaggtgatttac
CLUHP5_HSA_Chr10 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP4_HSA_Chr4 414 gcagctgcttcaagaaacagccacaatcgagctgacccgtggagccaggaggtgatttac
CLUHP10_5'_Chr22 414 gcagctgcttcaagaaacggccacaatcaagctgacccgtggagccaagaggtgatttac
CLUHP10_3'_Chr22 414 gcagctgcttcaagaaacagccacaatcaagctgacccatggagccaggaggtgatttac
CLUHP10_HSA_Chr3 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP8_HSA_Chr12 417 gcggttgcttcaagaaagaacaacaatcaaactgacccttggagccaggaggtgatttac
CLUHP7_HSA_Chr7 408 gcagctgcttcaagaaagagccataatcaagcccacccttggagccaggaggtgatttac

CLUHP_HLE_5'Chr8 474 aacatgtgcaaggcagtcagttccatcagctatatggccttcaacactcacttcaactgg
CLUHP_HLE_3'Chr8 462 aacatgtgcaaggcagtcagctccatcagctatatggccttcaacactcacttcaactcg
CLUHP5_HSA_Chr10 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP4_HSA_Chr4 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_5'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactga
CLUHP10_3'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_HSA_Chr3 474 aacttctgcaaggcagtcagctccgtcagctgtatgcccttcaacattcacttcaactca
CLUHP8_HSA_Chr12 477 aacatgtgcaaggcagtcagctccatcaactctatggccttcaacgctcacttcaactcg
CLUHP7_HSA_Chr7 468 cgtgtgtgcaaagcagtcagctccatcagatgcatggccttcaacattcaattcaactcg

CLUHP_HLE_5'Chr8 534 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP_HLE_3'Chr8 522 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP5_HSA_Chr10 534 aacatcga----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP4_HSA_Chr4 534 aacatcga----cccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_5'_Chr22 534 aacatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_3'_Chr22 534 aatatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgt
CLUHP10_HSA_Chr3 534 aacatcgcaggctccctgaaggagggctgggagctcatcagggagaccctgagcctgtgg
CLUHP8_HSA_Chr12 537 gacatcgc----ttccttaaagaggattgtgagctcatcagggaggtcctgagcctgtag
CLUHP7_HSA_Chr7 528 gacatcgc----ctcctgaaggagggctgtgggctcctcagtgaggtcctgagcctgtgg

CLUHP_HLE_5'Chr8 590 aacatgcctgaggc-agtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP_HLE_3'Chr8 578 aacatgcctgaggccagtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP5_HSA_Chr10 590 aacatgcctgaggcca-agcccatggggatttgtgtctacttgcacctccttgctcatct
CLUHP4_HSA_Chr4 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_5'_Chr22 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_3'_Chr22 590 aacatgcctaaggcca-tgtccatggggatttgtgcctacttgcacctccttgatcatct
CLUHP10_HSA_Chr3 594 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP8_HSA_Chr12 593 aacatgcctgaggcca-cacccatgggga-ttacgcctacttgcacctctttgctcattc
CLUHP7_HSA_Chr7 584 aacatgcctgaggcca-cgctcatggggacttgcacctacgtgcacctccttgaccatcc

CLUHP_HLE_5'Chr8 649 tac-----------t---------------gattgcgccgaggtggtccctcaataacca
CLUHP_HLE_3'Chr8 638 tac-----------t---------------gattgcgccgaggtggtccctgagtaacaa
CLUHP5_HSA_Chr10 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP4_HSA_Chr4 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_5'_Chr22 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_3'_Chr22 649 cac-------tacgtacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_HSA_Chr3 653 cac-----------tatgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP8_HSA_Chr12 651 cac-----------aacactatgggt----gactatgccgagatggt-cctgagtaacca
CLUHP7_HSA_Chr7 643 cac-----------tacattatgagt----gactgtgccaaggtgggccctgtgtaaaca

CLUHP_HLE_5'Chr8 683 aca--aggccgtgctaatgagcaggtgagtgatgggcattgggaacctcaatactatccg
CLUHP_HLE_3'Chr8 672 aca--agtccattctaatgagcaggtgagtgatgggcatcgggaaccccaatagtatcct
CLUHP5_HSA_Chr10 694 acacaaggcagtgctaataagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP4_HSA_Chr4 694 acacaaggcagtgctaataagcaggggagtgatgggcattgggaaccccaatactatccg
CLUHP10_5'_Chr22 694 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_3'_Chr22 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_HSA_Chr3 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP8_HSA_Chr12 695 acacaaggcagtgctaatgagtgggtgagtgatgggcatcgggcaccccaataccatccg
CLUHP7_HSA_Chr7 688 acacaaggcagtgctaatgagcaggctagtaatgggcctcaagcaccccaataccatcca

CLUHP_HLE_5'Chr8 741 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
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CLUHP_HLE_5'Chr8 179 caccagcccctgcttcctaagccaaccacccattcaagagggtcacccccacattgcagg
CLUHP_HLE_3'Chr8 179 caccagcccctgcttcctaagccaaccatccattcaagagggtcaccaccacattgcagg
CLUHP5_HSA_Chr10 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP4_HSA_Chr4 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP10_5'_Chr22 179 caccatcccctgcttcctaagccaaacacctattcaagagggtcaccaacacattgcagt
CLUHP10_3'_Chr22 179 caccatcccctgcttcctaagccaaccacctattcaagagggtcaccaccacattgcagt
CLUHP10_HSA_Chr3 179 caccatcccctgcttcctaagccaaccacccattcaagagggtcaccaccacattgcagg
CLUHP8_HSA_Chr12 180 caccagcccctgcttcctaagcccaccacccattctcccaggtcaccactccattccagg
CLUHP7_HSA_Chr7 170 caccagccccggcttcccaagcccaccacacattcaagaggaaaaccatcccattccagg

CLUHP_HLE_5'Chr8 239 tgcgcagctggacggttccccaagcagagcctgccatgg-actgcatgcacacagaggat
CLUHP_HLE_3'Chr8 239 tgcgcagctggacgg-tcccaaggcagagcctgccatgt------------acaggggat
CLUHP5_HSA_Chr10 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP4_HSA_Chr4 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP10_5'_Chr22 239 tgtgcagctggatggctccccaagcagagcctgccatgg-actccatgcacacagaagat
CLUHP10_3'_Chr22 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacatagaagat
CLUHP10_HSA_Chr3 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP8_HSA_Chr12 240 tgtgcagctggacagcttcccaggcagaggctgtcatgg-actccatgcacacagagaat
CLUHP7_HSA_Chr7 230 tgtgcagctggactgctccccgggcaagggctcccatgacactgcgtgctcacagaggat

CLUHP_HLE_5'Chr8 298 g--t--acaccttgaagttcgaccatgaggagaacattcctgaagagtccctctgcagac
CLUHP_HLE_3'Chr8 286 g--t--acaccttgaggctggactatgaggagaatatttttgaagagtctgtatgcagac
CLUHP5_HSA_Chr10 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP4_HSA_Chr4 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_5'_Chr22 298 g--c--acaccttgaggttggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_3'_Chr22 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagat
CLUHP10_HSA_Chr3 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP8_HSA_Chr12 299 g--cctaaaccttgaggctggactatgaggagaacattcctgaacagtccctctgcagac
CLUHP7_HSA_Chr7 290 g--tctacaccttgaggctgagctatgaggagaacattcctgaacagtccctctgcagac

CLUHP_HLE_5'Chr8 354 aaggggctggaacaaggacctgtgcataataagggaactgctttgcaagaaccagcctga
CLUHP_HLE_3'Chr8 342 ctggggctggaacaaggaccagtggataatgagggaactgctcttcgagaaccagcctga
CLUHP5_HSA_Chr10 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP4_HSA_Chr4 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_5'_Chr22 354 ccgaggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_3'_Chr22 354 ccagggctggaacacggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_HSA_Chr3 354 ccagggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP8_HSA_Chr12 357 tgaggactgaaacaaggagctgcagacaatgagggaactattctgcaagaaccggcctta
CLUHP7_HSA_Chr7 348 ctgggattggaagaaggagctgcagataatgagggaactgctctgccagaactggcctaa

CLUHP_HLE_5'Chr8 414 gcagctgcttcaacaaagagccacgttaaacccgacccttggaaccaggaggtgatttac
CLUHP_HLE_3'Chr8 402 gtagcttctttaagaaagagccacaatcaagctgacccttggagccaggaggtgatttac
CLUHP5_HSA_Chr10 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP4_HSA_Chr4 414 gcagctgcttcaagaaacagccacaatcgagctgacccgtggagccaggaggtgatttac
CLUHP10_5'_Chr22 414 gcagctgcttcaagaaacggccacaatcaagctgacccgtggagccaagaggtgatttac
CLUHP10_3'_Chr22 414 gcagctgcttcaagaaacagccacaatcaagctgacccatggagccaggaggtgatttac
CLUHP10_HSA_Chr3 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP8_HSA_Chr12 417 gcggttgcttcaagaaagaacaacaatcaaactgacccttggagccaggaggtgatttac
CLUHP7_HSA_Chr7 408 gcagctgcttcaagaaagagccataatcaagcccacccttggagccaggaggtgatttac

CLUHP_HLE_5'Chr8 474 aacatgtgcaaggcagtcagttccatcagctatatggccttcaacactcacttcaactgg
CLUHP_HLE_3'Chr8 462 aacatgtgcaaggcagtcagctccatcagctatatggccttcaacactcacttcaactcg
CLUHP5_HSA_Chr10 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP4_HSA_Chr4 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_5'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactga
CLUHP10_3'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_HSA_Chr3 474 aacttctgcaaggcagtcagctccgtcagctgtatgcccttcaacattcacttcaactca
CLUHP8_HSA_Chr12 477 aacatgtgcaaggcagtcagctccatcaactctatggccttcaacgctcacttcaactcg
CLUHP7_HSA_Chr7 468 cgtgtgtgcaaagcagtcagctccatcagatgcatggccttcaacattcaattcaactcg
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CLUHP_HLE_5'Chr8 179 caccagcccctgcttcctaagccaaccacccattcaagagggtcacccccacattgcagg
CLUHP_HLE_3'Chr8 179 caccagcccctgcttcctaagccaaccatccattcaagagggtcaccaccacattgcagg
CLUHP5_HSA_Chr10 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP4_HSA_Chr4 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP10_5'_Chr22 179 caccatcccctgcttcctaagccaaacacctattcaagagggtcaccaacacattgcagt
CLUHP10_3'_Chr22 179 caccatcccctgcttcctaagccaaccacctattcaagagggtcaccaccacattgcagt
CLUHP10_HSA_Chr3 179 caccatcccctgcttcctaagccaaccacccattcaagagggtcaccaccacattgcagg
CLUHP8_HSA_Chr12 180 caccagcccctgcttcctaagcccaccacccattctcccaggtcaccactccattccagg
CLUHP7_HSA_Chr7 170 caccagccccggcttcccaagcccaccacacattcaagaggaaaaccatcccattccagg

CLUHP_HLE_5'Chr8 239 tgcgcagctggacggttccccaagcagagcctgccatgg-actgcatgcacacagaggat
CLUHP_HLE_3'Chr8 239 tgcgcagctggacgg-tcccaaggcagagcctgccatgt------------acaggggat
CLUHP5_HSA_Chr10 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP4_HSA_Chr4 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP10_5'_Chr22 239 tgtgcagctggatggctccccaagcagagcctgccatgg-actccatgcacacagaagat
CLUHP10_3'_Chr22 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacatagaagat
CLUHP10_HSA_Chr3 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP8_HSA_Chr12 240 tgtgcagctggacagcttcccaggcagaggctgtcatgg-actccatgcacacagagaat
CLUHP7_HSA_Chr7 230 tgtgcagctggactgctccccgggcaagggctcccatgacactgcgtgctcacagaggat

CLUHP_HLE_5'Chr8 298 g--t--acaccttgaagttcgaccatgaggagaacattcctgaagagtccctctgcagac
CLUHP_HLE_3'Chr8 286 g--t--acaccttgaggctggactatgaggagaatatttttgaagagtctgtatgcagac
CLUHP5_HSA_Chr10 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP4_HSA_Chr4 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_5'_Chr22 298 g--c--acaccttgaggttggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_3'_Chr22 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagat
CLUHP10_HSA_Chr3 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP8_HSA_Chr12 299 g--cctaaaccttgaggctggactatgaggagaacattcctgaacagtccctctgcagac
CLUHP7_HSA_Chr7 290 g--tctacaccttgaggctgagctatgaggagaacattcctgaacagtccctctgcagac

CLUHP_HLE_5'Chr8 354 aaggggctggaacaaggacctgtgcataataagggaactgctttgcaagaaccagcctga
CLUHP_HLE_3'Chr8 342 ctggggctggaacaaggaccagtggataatgagggaactgctcttcgagaaccagcctga
CLUHP5_HSA_Chr10 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP4_HSA_Chr4 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_5'_Chr22 354 ccgaggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_3'_Chr22 354 ccagggctggaacacggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_HSA_Chr3 354 ccagggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP8_HSA_Chr12 357 tgaggactgaaacaaggagctgcagacaatgagggaactattctgcaagaaccggcctta
CLUHP7_HSA_Chr7 348 ctgggattggaagaaggagctgcagataatgagggaactgctctgccagaactggcctaa

CLUHP_HLE_5'Chr8 414 gcagctgcttcaacaaagagccacgttaaacccgacccttggaaccaggaggtgatttac
CLUHP_HLE_3'Chr8 402 gtagcttctttaagaaagagccacaatcaagctgacccttggagccaggaggtgatttac
CLUHP5_HSA_Chr10 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP4_HSA_Chr4 414 gcagctgcttcaagaaacagccacaatcgagctgacccgtggagccaggaggtgatttac
CLUHP10_5'_Chr22 414 gcagctgcttcaagaaacggccacaatcaagctgacccgtggagccaagaggtgatttac
CLUHP10_3'_Chr22 414 gcagctgcttcaagaaacagccacaatcaagctgacccatggagccaggaggtgatttac
CLUHP10_HSA_Chr3 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP8_HSA_Chr12 417 gcggttgcttcaagaaagaacaacaatcaaactgacccttggagccaggaggtgatttac
CLUHP7_HSA_Chr7 408 gcagctgcttcaagaaagagccataatcaagcccacccttggagccaggaggtgatttac

CLUHP_HLE_5'Chr8 474 aacatgtgcaaggcagtcagttccatcagctatatggccttcaacactcacttcaactgg
CLUHP_HLE_3'Chr8 462 aacatgtgcaaggcagtcagctccatcagctatatggccttcaacactcacttcaactcg
CLUHP5_HSA_Chr10 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP4_HSA_Chr4 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_5'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactga
CLUHP10_3'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_HSA_Chr3 474 aacttctgcaaggcagtcagctccgtcagctgtatgcccttcaacattcacttcaactca
CLUHP8_HSA_Chr12 477 aacatgtgcaaggcagtcagctccatcaactctatggccttcaacgctcacttcaactcg
CLUHP7_HSA_Chr7 468 cgtgtgtgcaaagcagtcagctccatcagatgcatggccttcaacattcaattcaactcg
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CLUHP_HLE_5'Chr8 179 caccagcccctgcttcctaagccaaccacccattcaagagggtcacccccacattgcagg
CLUHP_HLE_3'Chr8 179 caccagcccctgcttcctaagccaaccatccattcaagagggtcaccaccacattgcagg
CLUHP5_HSA_Chr10 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP4_HSA_Chr4 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP10_5'_Chr22 179 caccatcccctgcttcctaagccaaacacctattcaagagggtcaccaacacattgcagt
CLUHP10_3'_Chr22 179 caccatcccctgcttcctaagccaaccacctattcaagagggtcaccaccacattgcagt
CLUHP10_HSA_Chr3 179 caccatcccctgcttcctaagccaaccacccattcaagagggtcaccaccacattgcagg
CLUHP8_HSA_Chr12 180 caccagcccctgcttcctaagcccaccacccattctcccaggtcaccactccattccagg
CLUHP7_HSA_Chr7 170 caccagccccggcttcccaagcccaccacacattcaagaggaaaaccatcccattccagg

CLUHP_HLE_5'Chr8 239 tgcgcagctggacggttccccaagcagagcctgccatgg-actgcatgcacacagaggat
CLUHP_HLE_3'Chr8 239 tgcgcagctggacgg-tcccaaggcagagcctgccatgt------------acaggggat
CLUHP5_HSA_Chr10 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP4_HSA_Chr4 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP10_5'_Chr22 239 tgtgcagctggatggctccccaagcagagcctgccatgg-actccatgcacacagaagat
CLUHP10_3'_Chr22 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacatagaagat
CLUHP10_HSA_Chr3 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP8_HSA_Chr12 240 tgtgcagctggacagcttcccaggcagaggctgtcatgg-actccatgcacacagagaat
CLUHP7_HSA_Chr7 230 tgtgcagctggactgctccccgggcaagggctcccatgacactgcgtgctcacagaggat

CLUHP_HLE_5'Chr8 298 g--t--acaccttgaagttcgaccatgaggagaacattcctgaagagtccctctgcagac
CLUHP_HLE_3'Chr8 286 g--t--acaccttgaggctggactatgaggagaatatttttgaagagtctgtatgcagac
CLUHP5_HSA_Chr10 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP4_HSA_Chr4 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_5'_Chr22 298 g--c--acaccttgaggttggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_3'_Chr22 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagat
CLUHP10_HSA_Chr3 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP8_HSA_Chr12 299 g--cctaaaccttgaggctggactatgaggagaacattcctgaacagtccctctgcagac
CLUHP7_HSA_Chr7 290 g--tctacaccttgaggctgagctatgaggagaacattcctgaacagtccctctgcagac

CLUHP_HLE_5'Chr8 354 aaggggctggaacaaggacctgtgcataataagggaactgctttgcaagaaccagcctga
CLUHP_HLE_3'Chr8 342 ctggggctggaacaaggaccagtggataatgagggaactgctcttcgagaaccagcctga
CLUHP5_HSA_Chr10 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP4_HSA_Chr4 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_5'_Chr22 354 ccgaggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_3'_Chr22 354 ccagggctggaacacggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_HSA_Chr3 354 ccagggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP8_HSA_Chr12 357 tgaggactgaaacaaggagctgcagacaatgagggaactattctgcaagaaccggcctta
CLUHP7_HSA_Chr7 348 ctgggattggaagaaggagctgcagataatgagggaactgctctgccagaactggcctaa

CLUHP_HLE_5'Chr8 414 gcagctgcttcaacaaagagccacgttaaacccgacccttggaaccaggaggtgatttac
CLUHP_HLE_3'Chr8 402 gtagcttctttaagaaagagccacaatcaagctgacccttggagccaggaggtgatttac
CLUHP5_HSA_Chr10 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP4_HSA_Chr4 414 gcagctgcttcaagaaacagccacaatcgagctgacccgtggagccaggaggtgatttac
CLUHP10_5'_Chr22 414 gcagctgcttcaagaaacggccacaatcaagctgacccgtggagccaagaggtgatttac
CLUHP10_3'_Chr22 414 gcagctgcttcaagaaacagccacaatcaagctgacccatggagccaggaggtgatttac
CLUHP10_HSA_Chr3 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP8_HSA_Chr12 417 gcggttgcttcaagaaagaacaacaatcaaactgacccttggagccaggaggtgatttac
CLUHP7_HSA_Chr7 408 gcagctgcttcaagaaagagccataatcaagcccacccttggagccaggaggtgatttac

CLUHP_HLE_5'Chr8 474 aacatgtgcaaggcagtcagttccatcagctatatggccttcaacactcacttcaactgg
CLUHP_HLE_3'Chr8 462 aacatgtgcaaggcagtcagctccatcagctatatggccttcaacactcacttcaactcg
CLUHP5_HSA_Chr10 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP4_HSA_Chr4 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_5'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactga
CLUHP10_3'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_HSA_Chr3 474 aacttctgcaaggcagtcagctccgtcagctgtatgcccttcaacattcacttcaactca
CLUHP8_HSA_Chr12 477 aacatgtgcaaggcagtcagctccatcaactctatggccttcaacgctcacttcaactcg
CLUHP7_HSA_Chr7 468 cgtgtgtgcaaagcagtcagctccatcagatgcatggccttcaacattcaattcaactcg
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CLUHP_HLE_5'Chr8 179 caccagcccctgcttcctaagccaaccacccattcaagagggtcacccccacattgcagg
CLUHP_HLE_3'Chr8 179 caccagcccctgcttcctaagccaaccatccattcaagagggtcaccaccacattgcagg
CLUHP5_HSA_Chr10 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP4_HSA_Chr4 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP10_5'_Chr22 179 caccatcccctgcttcctaagccaaacacctattcaagagggtcaccaacacattgcagt
CLUHP10_3'_Chr22 179 caccatcccctgcttcctaagccaaccacctattcaagagggtcaccaccacattgcagt
CLUHP10_HSA_Chr3 179 caccatcccctgcttcctaagccaaccacccattcaagagggtcaccaccacattgcagg
CLUHP8_HSA_Chr12 180 caccagcccctgcttcctaagcccaccacccattctcccaggtcaccactccattccagg
CLUHP7_HSA_Chr7 170 caccagccccggcttcccaagcccaccacacattcaagaggaaaaccatcccattccagg

CLUHP_HLE_5'Chr8 239 tgcgcagctggacggttccccaagcagagcctgccatgg-actgcatgcacacagaggat
CLUHP_HLE_3'Chr8 239 tgcgcagctggacgg-tcccaaggcagagcctgccatgt------------acaggggat
CLUHP5_HSA_Chr10 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP4_HSA_Chr4 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP10_5'_Chr22 239 tgtgcagctggatggctccccaagcagagcctgccatgg-actccatgcacacagaagat
CLUHP10_3'_Chr22 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacatagaagat
CLUHP10_HSA_Chr3 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP8_HSA_Chr12 240 tgtgcagctggacagcttcccaggcagaggctgtcatgg-actccatgcacacagagaat
CLUHP7_HSA_Chr7 230 tgtgcagctggactgctccccgggcaagggctcccatgacactgcgtgctcacagaggat

CLUHP_HLE_5'Chr8 298 g--t--acaccttgaagttcgaccatgaggagaacattcctgaagagtccctctgcagac
CLUHP_HLE_3'Chr8 286 g--t--acaccttgaggctggactatgaggagaatatttttgaagagtctgtatgcagac
CLUHP5_HSA_Chr10 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP4_HSA_Chr4 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_5'_Chr22 298 g--c--acaccttgaggttggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_3'_Chr22 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagat
CLUHP10_HSA_Chr3 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP8_HSA_Chr12 299 g--cctaaaccttgaggctggactatgaggagaacattcctgaacagtccctctgcagac
CLUHP7_HSA_Chr7 290 g--tctacaccttgaggctgagctatgaggagaacattcctgaacagtccctctgcagac

CLUHP_HLE_5'Chr8 354 aaggggctggaacaaggacctgtgcataataagggaactgctttgcaagaaccagcctga
CLUHP_HLE_3'Chr8 342 ctggggctggaacaaggaccagtggataatgagggaactgctcttcgagaaccagcctga
CLUHP5_HSA_Chr10 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP4_HSA_Chr4 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_5'_Chr22 354 ccgaggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_3'_Chr22 354 ccagggctggaacacggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_HSA_Chr3 354 ccagggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP8_HSA_Chr12 357 tgaggactgaaacaaggagctgcagacaatgagggaactattctgcaagaaccggcctta
CLUHP7_HSA_Chr7 348 ctgggattggaagaaggagctgcagataatgagggaactgctctgccagaactggcctaa

CLUHP_HLE_5'Chr8 414 gcagctgcttcaacaaagagccacgttaaacccgacccttggaaccaggaggtgatttac
CLUHP_HLE_3'Chr8 402 gtagcttctttaagaaagagccacaatcaagctgacccttggagccaggaggtgatttac
CLUHP5_HSA_Chr10 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP4_HSA_Chr4 414 gcagctgcttcaagaaacagccacaatcgagctgacccgtggagccaggaggtgatttac
CLUHP10_5'_Chr22 414 gcagctgcttcaagaaacggccacaatcaagctgacccgtggagccaagaggtgatttac
CLUHP10_3'_Chr22 414 gcagctgcttcaagaaacagccacaatcaagctgacccatggagccaggaggtgatttac
CLUHP10_HSA_Chr3 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP8_HSA_Chr12 417 gcggttgcttcaagaaagaacaacaatcaaactgacccttggagccaggaggtgatttac
CLUHP7_HSA_Chr7 408 gcagctgcttcaagaaagagccataatcaagcccacccttggagccaggaggtgatttac

CLUHP_HLE_5'Chr8 474 aacatgtgcaaggcagtcagttccatcagctatatggccttcaacactcacttcaactgg
CLUHP_HLE_3'Chr8 462 aacatgtgcaaggcagtcagctccatcagctatatggccttcaacactcacttcaactcg
CLUHP5_HSA_Chr10 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP4_HSA_Chr4 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_5'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactga
CLUHP10_3'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_HSA_Chr3 474 aacttctgcaaggcagtcagctccgtcagctgtatgcccttcaacattcacttcaactca
CLUHP8_HSA_Chr12 477 aacatgtgcaaggcagtcagctccatcaactctatggccttcaacgctcacttcaactcg
CLUHP7_HSA_Chr7 468 cgtgtgtgcaaagcagtcagctccatcagatgcatggccttcaacattcaattcaactcg
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CLUHP_HLE_5'Chr8 179 caccagcccctgcttcctaagccaaccacccattcaagagggtcacccccacattgcagg
CLUHP_HLE_3'Chr8 179 caccagcccctgcttcctaagccaaccatccattcaagagggtcaccaccacattgcagg
CLUHP5_HSA_Chr10 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP4_HSA_Chr4 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP10_5'_Chr22 179 caccatcccctgcttcctaagccaaacacctattcaagagggtcaccaacacattgcagt
CLUHP10_3'_Chr22 179 caccatcccctgcttcctaagccaaccacctattcaagagggtcaccaccacattgcagt
CLUHP10_HSA_Chr3 179 caccatcccctgcttcctaagccaaccacccattcaagagggtcaccaccacattgcagg
CLUHP8_HSA_Chr12 180 caccagcccctgcttcctaagcccaccacccattctcccaggtcaccactccattccagg
CLUHP7_HSA_Chr7 170 caccagccccggcttcccaagcccaccacacattcaagaggaaaaccatcccattccagg

CLUHP_HLE_5'Chr8 239 tgcgcagctggacggttccccaagcagagcctgccatgg-actgcatgcacacagaggat
CLUHP_HLE_3'Chr8 239 tgcgcagctggacgg-tcccaaggcagagcctgccatgt------------acaggggat
CLUHP5_HSA_Chr10 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP4_HSA_Chr4 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP10_5'_Chr22 239 tgtgcagctggatggctccccaagcagagcctgccatgg-actccatgcacacagaagat
CLUHP10_3'_Chr22 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacatagaagat
CLUHP10_HSA_Chr3 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP8_HSA_Chr12 240 tgtgcagctggacagcttcccaggcagaggctgtcatgg-actccatgcacacagagaat
CLUHP7_HSA_Chr7 230 tgtgcagctggactgctccccgggcaagggctcccatgacactgcgtgctcacagaggat

CLUHP_HLE_5'Chr8 298 g--t--acaccttgaagttcgaccatgaggagaacattcctgaagagtccctctgcagac
CLUHP_HLE_3'Chr8 286 g--t--acaccttgaggctggactatgaggagaatatttttgaagagtctgtatgcagac
CLUHP5_HSA_Chr10 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP4_HSA_Chr4 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_5'_Chr22 298 g--c--acaccttgaggttggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_3'_Chr22 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagat
CLUHP10_HSA_Chr3 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP8_HSA_Chr12 299 g--cctaaaccttgaggctggactatgaggagaacattcctgaacagtccctctgcagac
CLUHP7_HSA_Chr7 290 g--tctacaccttgaggctgagctatgaggagaacattcctgaacagtccctctgcagac

CLUHP_HLE_5'Chr8 354 aaggggctggaacaaggacctgtgcataataagggaactgctttgcaagaaccagcctga
CLUHP_HLE_3'Chr8 342 ctggggctggaacaaggaccagtggataatgagggaactgctcttcgagaaccagcctga
CLUHP5_HSA_Chr10 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP4_HSA_Chr4 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_5'_Chr22 354 ccgaggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_3'_Chr22 354 ccagggctggaacacggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_HSA_Chr3 354 ccagggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP8_HSA_Chr12 357 tgaggactgaaacaaggagctgcagacaatgagggaactattctgcaagaaccggcctta
CLUHP7_HSA_Chr7 348 ctgggattggaagaaggagctgcagataatgagggaactgctctgccagaactggcctaa

CLUHP_HLE_5'Chr8 414 gcagctgcttcaacaaagagccacgttaaacccgacccttggaaccaggaggtgatttac
CLUHP_HLE_3'Chr8 402 gtagcttctttaagaaagagccacaatcaagctgacccttggagccaggaggtgatttac
CLUHP5_HSA_Chr10 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP4_HSA_Chr4 414 gcagctgcttcaagaaacagccacaatcgagctgacccgtggagccaggaggtgatttac
CLUHP10_5'_Chr22 414 gcagctgcttcaagaaacggccacaatcaagctgacccgtggagccaagaggtgatttac
CLUHP10_3'_Chr22 414 gcagctgcttcaagaaacagccacaatcaagctgacccatggagccaggaggtgatttac
CLUHP10_HSA_Chr3 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP8_HSA_Chr12 417 gcggttgcttcaagaaagaacaacaatcaaactgacccttggagccaggaggtgatttac
CLUHP7_HSA_Chr7 408 gcagctgcttcaagaaagagccataatcaagcccacccttggagccaggaggtgatttac

CLUHP_HLE_5'Chr8 474 aacatgtgcaaggcagtcagttccatcagctatatggccttcaacactcacttcaactgg
CLUHP_HLE_3'Chr8 462 aacatgtgcaaggcagtcagctccatcagctatatggccttcaacactcacttcaactcg
CLUHP5_HSA_Chr10 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP4_HSA_Chr4 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_5'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactga
CLUHP10_3'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_HSA_Chr3 474 aacttctgcaaggcagtcagctccgtcagctgtatgcccttcaacattcacttcaactca
CLUHP8_HSA_Chr12 477 aacatgtgcaaggcagtcagctccatcaactctatggccttcaacgctcacttcaactcg
CLUHP7_HSA_Chr7 468 cgtgtgtgcaaagcagtcagctccatcagatgcatggccttcaacattcaattcaactcg
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CLUHP_HLE_5'Chr8 179 caccagcccctgcttcctaagccaaccacccattcaagagggtcacccccacattgcagg
CLUHP_HLE_3'Chr8 179 caccagcccctgcttcctaagccaaccatccattcaagagggtcaccaccacattgcagg
CLUHP5_HSA_Chr10 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP4_HSA_Chr4 179 caccatcccctgcttcctaagccaaccacccattcatgagggtcaccaccacattgcagg
CLUHP10_5'_Chr22 179 caccatcccctgcttcctaagccaaacacctattcaagagggtcaccaacacattgcagt
CLUHP10_3'_Chr22 179 caccatcccctgcttcctaagccaaccacctattcaagagggtcaccaccacattgcagt
CLUHP10_HSA_Chr3 179 caccatcccctgcttcctaagccaaccacccattcaagagggtcaccaccacattgcagg
CLUHP8_HSA_Chr12 180 caccagcccctgcttcctaagcccaccacccattctcccaggtcaccactccattccagg
CLUHP7_HSA_Chr7 170 caccagccccggcttcccaagcccaccacacattcaagaggaaaaccatcccattccagg

CLUHP_HLE_5'Chr8 239 tgcgcagctggacggttccccaagcagagcctgccatgg-actgcatgcacacagaggat
CLUHP_HLE_3'Chr8 239 tgcgcagctggacgg-tcccaaggcagagcctgccatgt------------acaggggat
CLUHP5_HSA_Chr10 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP4_HSA_Chr4 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP10_5'_Chr22 239 tgtgcagctggatggctccccaagcagagcctgccatgg-actccatgcacacagaagat
CLUHP10_3'_Chr22 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacatagaagat
CLUHP10_HSA_Chr3 239 tgtgcagctggacggctccccaggcagagcctgccatgg-actccatgcacacagaggat
CLUHP8_HSA_Chr12 240 tgtgcagctggacagcttcccaggcagaggctgtcatgg-actccatgcacacagagaat
CLUHP7_HSA_Chr7 230 tgtgcagctggactgctccccgggcaagggctcccatgacactgcgtgctcacagaggat

CLUHP_HLE_5'Chr8 298 g--t--acaccttgaagttcgaccatgaggagaacattcctgaagagtccctctgcagac
CLUHP_HLE_3'Chr8 286 g--t--acaccttgaggctggactatgaggagaatatttttgaagagtctgtatgcagac
CLUHP5_HSA_Chr10 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP4_HSA_Chr4 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_5'_Chr22 298 g--c--acaccttgaggttggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP10_3'_Chr22 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagat
CLUHP10_HSA_Chr3 298 g--c--acaccttgaggctggactatgaggagaacattcctgaagagtccctttgcagag
CLUHP8_HSA_Chr12 299 g--cctaaaccttgaggctggactatgaggagaacattcctgaacagtccctctgcagac
CLUHP7_HSA_Chr7 290 g--tctacaccttgaggctgagctatgaggagaacattcctgaacagtccctctgcagac

CLUHP_HLE_5'Chr8 354 aaggggctggaacaaggacctgtgcataataagggaactgctttgcaagaaccagcctga
CLUHP_HLE_3'Chr8 342 ctggggctggaacaaggaccagtggataatgagggaactgctcttcgagaaccagcctga
CLUHP5_HSA_Chr10 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP4_HSA_Chr4 354 ccggggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_5'_Chr22 354 ccgaggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_3'_Chr22 354 ccagggctggaacacggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP10_HSA_Chr3 354 ccagggctggaacaaggacctgtggataatgagggaactgctctgcaataaccggcctga
CLUHP8_HSA_Chr12 357 tgaggactgaaacaaggagctgcagacaatgagggaactattctgcaagaaccggcctta
CLUHP7_HSA_Chr7 348 ctgggattggaagaaggagctgcagataatgagggaactgctctgccagaactggcctaa

CLUHP_HLE_5'Chr8 414 gcagctgcttcaacaaagagccacgttaaacccgacccttggaaccaggaggtgatttac
CLUHP_HLE_3'Chr8 402 gtagcttctttaagaaagagccacaatcaagctgacccttggagccaggaggtgatttac
CLUHP5_HSA_Chr10 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP4_HSA_Chr4 414 gcagctgcttcaagaaacagccacaatcgagctgacccgtggagccaggaggtgatttac
CLUHP10_5'_Chr22 414 gcagctgcttcaagaaacggccacaatcaagctgacccgtggagccaagaggtgatttac
CLUHP10_3'_Chr22 414 gcagctgcttcaagaaacagccacaatcaagctgacccatggagccaggaggtgatttac
CLUHP10_HSA_Chr3 414 gcagctgcttcaagaaacagccacaatcaagctgacccgtggagccaggaggtgatttac
CLUHP8_HSA_Chr12 417 gcggttgcttcaagaaagaacaacaatcaaactgacccttggagccaggaggtgatttac
CLUHP7_HSA_Chr7 408 gcagctgcttcaagaaagagccataatcaagcccacccttggagccaggaggtgatttac

CLUHP_HLE_5'Chr8 474 aacatgtgcaaggcagtcagttccatcagctatatggccttcaacactcacttcaactgg
CLUHP_HLE_3'Chr8 462 aacatgtgcaaggcagtcagctccatcagctatatggccttcaacactcacttcaactcg
CLUHP5_HSA_Chr10 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP4_HSA_Chr4 474 aacatctgcaaggcagtcagccccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_5'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactga
CLUHP10_3'_Chr22 474 aacatctgcaaggcagtcagctccatcagctctatgcccttcaacattcacttcaactca
CLUHP10_HSA_Chr3 474 aacttctgcaaggcagtcagctccgtcagctgtatgcccttcaacattcacttcaactca
CLUHP8_HSA_Chr12 477 aacatgtgcaaggcagtcagctccatcaactctatggccttcaacgctcacttcaactcg
CLUHP7_HSA_Chr7 468 cgtgtgtgcaaagcagtcagctccatcagatgcatggccttcaacattcaattcaactcg

CLUHP_HLE_5'Chr8 534 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP_HLE_3'Chr8 522 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP5_HSA_Chr10 534 aacatcga----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP4_HSA_Chr4 534 aacatcga----cccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_5'_Chr22 534 aacatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_3'_Chr22 534 aatatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgt
CLUHP10_HSA_Chr3 534 aacatcgcaggctccctgaaggagggctgggagctcatcagggagaccctgagcctgtgg
CLUHP8_HSA_Chr12 537 gacatcgc----ttccttaaagaggattgtgagctcatcagggaggtcctgagcctgtag
CLUHP7_HSA_Chr7 528 gacatcgc----ctcctgaaggagggctgtgggctcctcagtgaggtcctgagcctgtgg

CLUHP_HLE_5'Chr8 590 aacatgcctgaggc-agtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP_HLE_3'Chr8 578 aacatgcctgaggccagtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP5_HSA_Chr10 590 aacatgcctgaggcca-agcccatggggatttgtgtctacttgcacctccttgctcatct
CLUHP4_HSA_Chr4 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_5'_Chr22 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_3'_Chr22 590 aacatgcctaaggcca-tgtccatggggatttgtgcctacttgcacctccttgatcatct
CLUHP10_HSA_Chr3 594 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP8_HSA_Chr12 593 aacatgcctgaggcca-cacccatgggga-ttacgcctacttgcacctctttgctcattc
CLUHP7_HSA_Chr7 584 aacatgcctgaggcca-cgctcatggggacttgcacctacgtgcacctccttgaccatcc

CLUHP_HLE_5'Chr8 649 tac-----------t---------------gattgcgccgaggtggtccctcaataacca
CLUHP_HLE_3'Chr8 638 tac-----------t---------------gattgcgccgaggtggtccctgagtaacaa
CLUHP5_HSA_Chr10 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP4_HSA_Chr4 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_5'_Chr22 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_3'_Chr22 649 cac-------tacgtacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_HSA_Chr3 653 cac-----------tatgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP8_HSA_Chr12 651 cac-----------aacactatgggt----gactatgccgagatggt-cctgagtaacca
CLUHP7_HSA_Chr7 643 cac-----------tacattatgagt----gactgtgccaaggtgggccctgtgtaaaca

CLUHP_HLE_5'Chr8 683 aca--aggccgtgctaatgagcaggtgagtgatgggcattgggaacctcaatactatccg
CLUHP_HLE_3'Chr8 672 aca--agtccattctaatgagcaggtgagtgatgggcatcgggaaccccaatagtatcct
CLUHP5_HSA_Chr10 694 acacaaggcagtgctaataagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP4_HSA_Chr4 694 acacaaggcagtgctaataagcaggggagtgatgggcattgggaaccccaatactatccg
CLUHP10_5'_Chr22 694 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_3'_Chr22 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_HSA_Chr3 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP8_HSA_Chr12 695 acacaaggcagtgctaatgagtgggtgagtgatgggcatcgggcaccccaataccatccg
CLUHP7_HSA_Chr7 688 acacaaggcagtgctaatgagcaggctagtaatgggcctcaagcaccccaataccatcca

CLUHP_HLE_5'Chr8 741 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP_HLE_3'Chr8 730 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP5_HSA_Chr10 754 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP4_HSA_Chr4 754 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP10_5'_Chr22 754 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP10_3'_Chr22 758 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP10_HSA_Chr3 758 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagctggctg
CLUHP8_HSA_Chr12 755 ggaagatttgaacaccacctgggtgcatctgccctgtgctacttctccagcagtcagctg
CLUHP7_HSA_Chr7 748 ggaagatctgaatgccatctgtacgcacctgtcctgtgctgcttcgccagcagccagctg

CLUHP_HLE_5'Chr8 801 cccatggccctgagcctgtcacaccatgcttgctacctcatgctgcttgtgtttgaaaaa
CLUHP_HLE_3'Chr8 790 cccatagccctgagcttgtcacaccatgcttgctacctcatgctgcttgtgtttgaaaaa
CLUHP5_HSA_Chr10 814 cctatggccctgagcctgtcacaccatgcttgctacctcatgctacttgtgtttgaaaaa
CLUHP4_HSA_Chr4 814 cctatggccctgagcctgtcacaccatgcttgctacctcatgctacttgtgtttgaaaaa
CLUHP10_5'_Chr22 814 cctatggccctgagcctgtcacaccatgcttgctacctcatgctacttgtgtttgaaaaa
CLUHP10_3'_Chr22 818 cctatggccctgagcctgtcacaccatgcttgctacctcatgctacttgtgtttgaaaaa
CLUHP10_HSA_Chr3 818 cctgtggccctgagcctttaacagcatgcgtgctacctcatgctacttgtgtttgaaaaa
CLUHP8_HSA_Chr12 815 cccatggtcctgagcctgccatgccatacctgctacctcatgctgctcatgttttaagaa
CLUHP7_HSA_Chr7 808 tccatggccctgagcctgtcacaccatgcttgctacatcatgctgctcttgtgtgaaaaa

CLUHP_HLE_5'Chr8 534 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP_HLE_3'Chr8 522 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP5_HSA_Chr10 534 aacatcga----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP4_HSA_Chr4 534 aacatcga----cccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_5'_Chr22 534 aacatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_3'_Chr22 534 aatatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgt
CLUHP10_HSA_Chr3 534 aacatcgcaggctccctgaaggagggctgggagctcatcagggagaccctgagcctgtgg
CLUHP8_HSA_Chr12 537 gacatcgc----ttccttaaagaggattgtgagctcatcagggaggtcctgagcctgtag
CLUHP7_HSA_Chr7 528 gacatcgc----ctcctgaaggagggctgtgggctcctcagtgaggtcctgagcctgtgg

CLUHP_HLE_5'Chr8 590 aacatgcctgaggc-agtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP_HLE_3'Chr8 578 aacatgcctgaggccagtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP5_HSA_Chr10 590 aacatgcctgaggcca-agcccatggggatttgtgtctacttgcacctccttgctcatct
CLUHP4_HSA_Chr4 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_5'_Chr22 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_3'_Chr22 590 aacatgcctaaggcca-tgtccatggggatttgtgcctacttgcacctccttgatcatct
CLUHP10_HSA_Chr3 594 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP8_HSA_Chr12 593 aacatgcctgaggcca-cacccatgggga-ttacgcctacttgcacctctttgctcattc
CLUHP7_HSA_Chr7 584 aacatgcctgaggcca-cgctcatggggacttgcacctacgtgcacctccttgaccatcc

CLUHP_HLE_5'Chr8 649 tac-----------t---------------gattgcgccgaggtggtccctcaataacca
CLUHP_HLE_3'Chr8 638 tac-----------t---------------gattgcgccgaggtggtccctgagtaacaa
CLUHP5_HSA_Chr10 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP4_HSA_Chr4 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_5'_Chr22 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_3'_Chr22 649 cac-------tacgtacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_HSA_Chr3 653 cac-----------tatgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP8_HSA_Chr12 651 cac-----------aacactatgggt----gactatgccgagatggt-cctgagtaacca
CLUHP7_HSA_Chr7 643 cac-----------tacattatgagt----gactgtgccaaggtgggccctgtgtaaaca

CLUHP_HLE_5'Chr8 683 aca--aggccgtgctaatgagcaggtgagtgatgggcattgggaacctcaatactatccg
CLUHP_HLE_3'Chr8 672 aca--agtccattctaatgagcaggtgagtgatgggcatcgggaaccccaatagtatcct
CLUHP5_HSA_Chr10 694 acacaaggcagtgctaataagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP4_HSA_Chr4 694 acacaaggcagtgctaataagcaggggagtgatgggcattgggaaccccaatactatccg
CLUHP10_5'_Chr22 694 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_3'_Chr22 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_HSA_Chr3 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP8_HSA_Chr12 695 acacaaggcagtgctaatgagtgggtgagtgatgggcatcgggcaccccaataccatccg
CLUHP7_HSA_Chr7 688 acacaaggcagtgctaatgagcaggctagtaatgggcctcaagcaccccaataccatcca

CLUHP_HLE_5'Chr8 741 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP_HLE_3'Chr8 730 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP5_HSA_Chr10 754 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP4_HSA_Chr4 754 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP10_5'_Chr22 754 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP10_3'_Chr22 758 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP10_HSA_Chr3 758 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagctggctg
CLUHP8_HSA_Chr12 755 ggaagatttgaacaccacctgggtgcatctgccctgtgctacttctccagcagtcagctg
CLUHP7_HSA_Chr7 748 ggaagatctgaatgccatctgtacgcacctgtcctgtgctgcttcgccagcagccagctg

CLUHP_HLE_5'Chr8 861 cccatccagagatggcgctgctggat
CLUHP_HLE_3'Chr8 850 cccatcccgagatggcaatgctggat
CLUHP5_HSA_Chr10 874 -ccatcccaagatggtgctgctggat
CLUHP4_HSA_Chr4 874 -ccatcccaagatggtgctgctggat
CLUHP10_5'_Chr22 874 -ccatcctgagatggtgctgctggat
CLUHP10_3'_Chr22 878 -ccatcctgagatggtgctgctggat
CLUHP10_HSA_Chr3 878 -ccatcccaacatgatgctgctggat
CLUHP8_HSA_Chr12 875 aacatcccgagatggtgctgctggat
CLUHP7_HSA_Chr7 868 attatcctgagatggcgctgctggat

CLUHP_HLE_5'Chr8 534 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP_HLE_3'Chr8 522 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP5_HSA_Chr10 534 aacatcga----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP4_HSA_Chr4 534 aacatcga----cccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_5'_Chr22 534 aacatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_3'_Chr22 534 aatatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgt
CLUHP10_HSA_Chr3 534 aacatcgcaggctccctgaaggagggctgggagctcatcagggagaccctgagcctgtgg
CLUHP8_HSA_Chr12 537 gacatcgc----ttccttaaagaggattgtgagctcatcagggaggtcctgagcctgtag
CLUHP7_HSA_Chr7 528 gacatcgc----ctcctgaaggagggctgtgggctcctcagtgaggtcctgagcctgtgg

CLUHP_HLE_5'Chr8 590 aacatgcctgaggc-agtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP_HLE_3'Chr8 578 aacatgcctgaggccagtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP5_HSA_Chr10 590 aacatgcctgaggcca-agcccatggggatttgtgtctacttgcacctccttgctcatct
CLUHP4_HSA_Chr4 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_5'_Chr22 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_3'_Chr22 590 aacatgcctaaggcca-tgtccatggggatttgtgcctacttgcacctccttgatcatct
CLUHP10_HSA_Chr3 594 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP8_HSA_Chr12 593 aacatgcctgaggcca-cacccatgggga-ttacgcctacttgcacctctttgctcattc
CLUHP7_HSA_Chr7 584 aacatgcctgaggcca-cgctcatggggacttgcacctacgtgcacctccttgaccatcc

CLUHP_HLE_5'Chr8 649 tac-----------t---------------gattgcgccgaggtggtccctcaataacca
CLUHP_HLE_3'Chr8 638 tac-----------t---------------gattgcgccgaggtggtccctgagtaacaa
CLUHP5_HSA_Chr10 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP4_HSA_Chr4 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_5'_Chr22 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_3'_Chr22 649 cac-------tacgtacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_HSA_Chr3 653 cac-----------tatgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP8_HSA_Chr12 651 cac-----------aacactatgggt----gactatgccgagatggt-cctgagtaacca
CLUHP7_HSA_Chr7 643 cac-----------tacattatgagt----gactgtgccaaggtgggccctgtgtaaaca

CLUHP_HLE_5'Chr8 683 aca--aggccgtgctaatgagcaggtgagtgatgggcattgggaacctcaatactatccg
CLUHP_HLE_3'Chr8 672 aca--agtccattctaatgagcaggtgagtgatgggcatcgggaaccccaatagtatcct
CLUHP5_HSA_Chr10 694 acacaaggcagtgctaataagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP4_HSA_Chr4 694 acacaaggcagtgctaataagcaggggagtgatgggcattgggaaccccaatactatccg
CLUHP10_5'_Chr22 694 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_3'_Chr22 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_HSA_Chr3 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP8_HSA_Chr12 695 acacaaggcagtgctaatgagtgggtgagtgatgggcatcgggcaccccaataccatccg
CLUHP7_HSA_Chr7 688 acacaaggcagtgctaatgagcaggctagtaatgggcctcaagcaccccaataccatcca

CLUHP_HLE_5'Chr8 741 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP_HLE_3'Chr8 730 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP5_HSA_Chr10 754 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP4_HSA_Chr4 754 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP10_5'_Chr22 754 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP10_3'_Chr22 758 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP10_HSA_Chr3 758 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagctggctg
CLUHP8_HSA_Chr12 755 ggaagatttgaacaccacctgggtgcatctgccctgtgctacttctccagcagtcagctg
CLUHP7_HSA_Chr7 748 ggaagatctgaatgccatctgtacgcacctgtcctgtgctgcttcgccagcagccagctg

CLUHP_HLE_5'Chr8 801 cccatggccctgagcctgtcacaccatgcttgctacctcatgctgcttgtgtttgaaaaa
CLUHP_HLE_3'Chr8 790 cccatagccctgagcttgtcacaccatgcttgctacctcatgctgcttgtgtttgaaaaa
CLUHP5_HSA_Chr10 814 cctatggccctgagcctgtcacaccatgcttgctacctcatgctacttgtgtttgaaaaa
CLUHP4_HSA_Chr4 814 cctatggccctgagcctgtcacaccatgcttgctacctcatgctacttgtgtttgaaaaa
CLUHP10_5'_Chr22 814 cctatggccctgagcctgtcacaccatgcttgctacctcatgctacttgtgtttgaaaaa
CLUHP10_3'_Chr22 818 cctatggccctgagcctgtcacaccatgcttgctacctcatgctacttgtgtttgaaaaa
CLUHP10_HSA_Chr3 818 cctgtggccctgagcctttaacagcatgcgtgctacctcatgctacttgtgtttgaaaaa
CLUHP8_HSA_Chr12 815 cccatggtcctgagcctgccatgccatacctgctacctcatgctgctcatgttttaagaa
CLUHP7_HSA_Chr7 808 tccatggccctgagcctgtcacaccatgcttgctacatcatgctgctcttgtgtgaaaaa

CLUHP_HLE_5'Chr8 534 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP_HLE_3'Chr8 522 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP5_HSA_Chr10 534 aacatcga----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP4_HSA_Chr4 534 aacatcga----cccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_5'_Chr22 534 aacatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_3'_Chr22 534 aatatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgt
CLUHP10_HSA_Chr3 534 aacatcgcaggctccctgaaggagggctgggagctcatcagggagaccctgagcctgtgg
CLUHP8_HSA_Chr12 537 gacatcgc----ttccttaaagaggattgtgagctcatcagggaggtcctgagcctgtag
CLUHP7_HSA_Chr7 528 gacatcgc----ctcctgaaggagggctgtgggctcctcagtgaggtcctgagcctgtgg

CLUHP_HLE_5'Chr8 590 aacatgcctgaggc-agtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP_HLE_3'Chr8 578 aacatgcctgaggccagtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP5_HSA_Chr10 590 aacatgcctgaggcca-agcccatggggatttgtgtctacttgcacctccttgctcatct
CLUHP4_HSA_Chr4 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_5'_Chr22 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_3'_Chr22 590 aacatgcctaaggcca-tgtccatggggatttgtgcctacttgcacctccttgatcatct
CLUHP10_HSA_Chr3 594 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP8_HSA_Chr12 593 aacatgcctgaggcca-cacccatgggga-ttacgcctacttgcacctctttgctcattc
CLUHP7_HSA_Chr7 584 aacatgcctgaggcca-cgctcatggggacttgcacctacgtgcacctccttgaccatcc

CLUHP_HLE_5'Chr8 649 tac-----------t---------------gattgcgccgaggtggtccctcaataacca
CLUHP_HLE_3'Chr8 638 tac-----------t---------------gattgcgccgaggtggtccctgagtaacaa
CLUHP5_HSA_Chr10 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP4_HSA_Chr4 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_5'_Chr22 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_3'_Chr22 649 cac-------tacgtacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_HSA_Chr3 653 cac-----------tatgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP8_HSA_Chr12 651 cac-----------aacactatgggt----gactatgccgagatggt-cctgagtaacca
CLUHP7_HSA_Chr7 643 cac-----------tacattatgagt----gactgtgccaaggtgggccctgtgtaaaca

CLUHP_HLE_5'Chr8 683 aca--aggccgtgctaatgagcaggtgagtgatgggcattgggaacctcaatactatccg
CLUHP_HLE_3'Chr8 672 aca--agtccattctaatgagcaggtgagtgatgggcatcgggaaccccaatagtatcct
CLUHP5_HSA_Chr10 694 acacaaggcagtgctaataagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP4_HSA_Chr4 694 acacaaggcagtgctaataagcaggggagtgatgggcattgggaaccccaatactatccg
CLUHP10_5'_Chr22 694 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_3'_Chr22 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_HSA_Chr3 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP8_HSA_Chr12 695 acacaaggcagtgctaatgagtgggtgagtgatgggcatcgggcaccccaataccatccg
CLUHP7_HSA_Chr7 688 acacaaggcagtgctaatgagcaggctagtaatgggcctcaagcaccccaataccatcca

CLUHP_HLE_5'Chr8 741 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP_HLE_3'Chr8 730 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP5_HSA_Chr10 754 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP4_HSA_Chr4 754 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP10_5'_Chr22 754 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccggctg
CLUHP10_3'_Chr22 758 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg
CLUHP10_HSA_Chr3 758 ggaagatttgaatgccatctggatgtgcctgccctgtgctgcttctccagcagctggctg
CLUHP8_HSA_Chr12 755 ggaagatttgaacaccacctgggtgcatctgccctgtgctacttctccagcagtcagctg
CLUHP7_HSA_Chr7 748 ggaagatctgaatgccatctgtacgcacctgtcctgtgctgcttcgccagcagccagctg

CLUHP_HLE_5'Chr8 801 cccatggccctgagcctgtcacaccatgcttgctacctcatgctgcttgtgtttgaaaaa

CLUHP_HLE_5'Chr8 534 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP_HLE_3'Chr8 522 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP5_HSA_Chr10 534 aacatcga----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP4_HSA_Chr4 534 aacatcga----cccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_5'_Chr22 534 aacatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_3'_Chr22 534 aatatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgt
CLUHP10_HSA_Chr3 534 aacatcgcaggctccctgaaggagggctgggagctcatcagggagaccctgagcctgtgg
CLUHP8_HSA_Chr12 537 gacatcgc----ttccttaaagaggattgtgagctcatcagggaggtcctgagcctgtag
CLUHP7_HSA_Chr7 528 gacatcgc----ctcctgaaggagggctgtgggctcctcagtgaggtcctgagcctgtgg

CLUHP_HLE_5'Chr8 590 aacatgcctgaggc-agtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP_HLE_3'Chr8 578 aacatgcctgaggccagtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP5_HSA_Chr10 590 aacatgcctgaggcca-agcccatggggatttgtgtctacttgcacctccttgctcatct
CLUHP4_HSA_Chr4 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_5'_Chr22 590 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP10_3'_Chr22 590 aacatgcctaaggcca-tgtccatggggatttgtgcctacttgcacctccttgatcatct
CLUHP10_HSA_Chr3 594 aacatgcctgaggcca-tgtccatggggatttgtgcctacttgcacctccttgctcatct
CLUHP8_HSA_Chr12 593 aacatgcctgaggcca-cacccatgggga-ttacgcctacttgcacctctttgctcattc
CLUHP7_HSA_Chr7 584 aacatgcctgaggcca-cgctcatggggacttgcacctacgtgcacctccttgaccatcc

CLUHP_HLE_5'Chr8 649 tac-----------t---------------gattgcgccgaggtggtccctcaataacca
CLUHP_HLE_3'Chr8 638 tac-----------t---------------gattgcgccgaggtggtccctgagtaacaa
CLUHP5_HSA_Chr10 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP4_HSA_Chr4 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_5'_Chr22 649 cac-----------tacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_3'_Chr22 649 cac-------tacgtacgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP10_HSA_Chr3 653 cac-----------tatgctattggt----gactgtgctgaggtggtccctgagtaacca
CLUHP8_HSA_Chr12 651 cac-----------aacactatgggt----gactatgccgagatggt-cctgagtaacca
CLUHP7_HSA_Chr7 643 cac-----------tacattatgagt----gactgtgccaaggtgggccctgtgtaaaca

CLUHP_HLE_5'Chr8 683 aca--aggccgtgctaatgagcaggtgagtgatgggcattgggaacctcaatactatccg
CLUHP_HLE_3'Chr8 672 aca--agtccattctaatgagcaggtgagtgatgggcatcgggaaccccaatagtatcct
CLUHP5_HSA_Chr10 694 acacaaggcagtgctaataagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP4_HSA_Chr4 694 acacaaggcagtgctaataagcaggggagtgatgggcattgggaaccccaatactatccg
CLUHP10_5'_Chr22 694 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_3'_Chr22 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcaggaaccccaatactatctg
CLUHP10_HSA_Chr3 698 acacaaggcagtgctaatgagcaggggagtgatgggcatcgggaaccccaatactatccg
CLUHP8_HSA_Chr12 695 acacaaggcagtgctaatgagtgggtgagtgatgggcatcgggcaccccaataccatccg
CLUHP7_HSA_Chr7 688 acacaaggcagtgctaatgagcaggctagtaatgggcctcaagcaccccaataccatcca

CLUHP_HLE_5'Chr8 741 ggaagatctgaatgccatctggatgtgcctgccctgtgctgcttctccagcagccagctg

CLUHP_HLE_5'Chr8 534 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP_HLE_3'Chr8 522 gacatcgc----ttcctgaaggagggccgtgagctcatcagggaggccctgagcctgtgg
CLUHP5_HSA_Chr10 534 aacatcga----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP4_HSA_Chr4 534 aacatcga----cccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_5'_Chr22 534 aacatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgg
CLUHP10_3'_Chr22 534 aatatcgc----tccctgaaggagggctgtgagctcatcagggagaccctgagcctgtgt
CLUHP10_HSA_Chr3 534 aacatcgcaggctccctgaaggagggctgggagctcatcagggagaccctgagcctgtgg
CLUHP8_HSA_Chr12 537 gacatcgc----ttccttaaagaggattgtgagctcatcagggaggtcctgagcctgtag
CLUHP7_HSA_Chr7 528 gacatcgc----ctcctgaaggagggctgtgggctcctcagtgaggtcctgagcctgtgg

CLUHP_HLE_5'Chr8 590 aacatgcctgaggc-agtgtccatggggatttgtgtctacttgcacctccttgcccttct
CLUHP_HLE_3'Chr8 578 aacatgcctgaggccagtgtccatggggatttgtgtctacttgcacctccttgcccttct
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